Figure 1: Performance of phasing human chromosome 1 with 68 184 heterozygous SNPs in total using different simulated data sets and different coverages. The unphasable positions percentage (y-axis) gives the fraction of the SNP positions that could not be phased due to not being covered by reads that span more than one SNP position. The x-axis shows the percentage of all SNPs that were not unphasable but wrongly phased by the algorithm, either because of a flip error, a switch error, or due to being reported as ambiguous position by WhatsHap. Length 1 000, 5 000, 10 000, and 50 000 refer to reads of this length from a hypothetical sequencer with an error rate of 5%. HiSeq/MiSeq refers to using error profiles specific to these instruments during read sampling. Data sets are pruned to three different target coverages (5x, 10x, 15x) encoded by different symbols in the plot (see legend).
